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1. Introduction
We developed a novel approach to analyze tissue information of aligned ESTs in order to identify cancer-specific alternative splicing and gene segments highly expressed in particular cancers.
2.  Result and Discussion
Counting the number of ESTs in UniGene clusters, with or without rigorous probability calculation, was used to identify disease-specific, colon cancer-related genes, and genes differentially expressed in normal or cancer tissues. 
Alternative splicing – estimated to occur in over 50% of human genes.

Includes : 

· exon skipping;

· intron retention;
· alternative 5’ or 3’ splicing.

Compugen’s LEADS platform
· Identified the boundaries of introns; 

· Predicted alternative splicing sites.
We try to identify discordant expressions of alternatively spliced transcripts, where the transcripts are expressed in non-overlapping sets of tissues.

We examined alternative splicing events that are restricted to cancer tissues by looking for any donor-acceptor concatenations exclusively supported by ESTs from cancer tissues.
The EST clustering and tissue information analyses can be used to identify specific gene segments that are highly represented in cancer tissues.

We ranked all gene segments with probability scores and identified several possible colon cancer marker.
3. Materials and methods
Library counts of ESTs rather than direct EST counts are used in some cases reflect the prevalence of ESTs in one or a few particular libraries, and library counts provide better indications across different tissue types when both normalize and non-normalized libraries were analyzed
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